Introduction {#s1}
============

Autophagy is an important intracellular catabolic mechanism that mediates the turnover of cytoplasmic constituents via lysosomal degradation. In multi-cellular organisms, autophagy serves important functions in mediating intracellular protein degradation under normal nutritional conditions. Defects in autophagy lead to the accumulation of misfolded proteins in the central nervous system, an organ that is protected from nutritional deprivation under physiological conditions ([@bib11]). How cells regulate autophagy under normal nutritional condition is an important unsolved question in the field. In mammalian cells, adaptor protein Atg14L/Barkor in complex with Vps34, the catalytic subunit of the class III PI3K, and the regulatory proteins Beclin 1 and p150, function as a key driver in orchestrating the formation of autophagosomes by regulating the formation of Vps34 complexes and for targeting to the isolation membrane involved in initiating the formation of autophagosomes ([@bib23]). However, it remains to be determined how Atg14L is regulated in response to extracellular signaling.

G-protein (heterotrimeric guanine nucleotide--binding protein)-coupled receptors (GPCRs) are important regulators of cellular responses to diverse stimuli with major clinical implications ([@bib6]). While the activation of GPCRs is known to lead to numerous downstream events, the role and mechanism of autophagy regulated by GPCRs is not yet clear. Furthermore, it is also not clear how the signaling of GPCRs controls the levels of PtdIns3P.

ZBTB16, also known as promyelocytic leukemia zinc finger or Zfp145, is a member of 'BTB-POZ' protein family and mediates the binding of CUL3, a core component in multiple cullin-RING-based BCR (BTB-CUL3-RBX1) E3 ubiquitin-protein ligase complexes and its substrates ([@bib9]; [@bib10]; [@bib29]). In this study, we investigated the mechanism by which ZBTB16 regulates autophagy. We show that CUL3-ZBTB16 regulates autophagy by mediating the proteasomal degradation of Atg14L, which is controlled by GPCR ligands through GSK3β phosphorylation. Furthermore, we show that inhibiting GPCRs by pharmacological means leads to the activation of autophagy in the central nervous system (CNS) and ameliorates neural dysfunction in a mouse model of Huntington\'s disease. Our study identified a common mechanism by which multiple GPCR ligands mediate autophagy through regulating the levels of Vps34 complexes and a pharmacological strategy to activate autophagy in the CNS to inhibit neural dysfunction induced by the accumulation of misfolded proteins.

Results {#s2}
=======

Regulation of Atg14L levels by ZBTB16 {#s2-1}
-------------------------------------

A genome-wide siRNA screen identified ZBTB16 as one of the hits that when its expression is knocked down can lead to the activation of autophagy and increased production of PtdIns3P ([@bib18]). Since PtdIns3P is produced by Vps34 complexes, the class III PtdIns3 kinase, we hypothesize that ZBTB16 might affect the levels/activity of Vps34 complexes. Although ZBTB16 is known to be involved in regulation of transcription in nucleus ([@bib20]), ZBTB16 is predominantly localized in the cytoplasm ([@bib3]) ([Figure 1A](#fig1){ref-type="fig"}), suggesting that ZBTB16 might have a non-nuclear function. To test this hypothesis, we screened for the effects of ZBTB16 knockdown on the levels of Atg14L, Vps34, Beclin1, and UVRAG. Interestingly, we found that knockdown of ZBTB16 led to specific increases in the levels of Atg14L, a key component of Vps34 complexes specifically involved in regulating autophagy, and corresponding increases in the ratio of LC3II/tubulin and a reduction in the levels of p62, indicating the activation of autophagy ([Figure 1B](#fig1){ref-type="fig"} and [Figure 1---figure supplement 1A](#fig1s1){ref-type="fig"}) ([@bib22]; [@bib31]). Overexpression of Atg14L has been shown to induce autophagy under normal nutritional conditions ([@bib21]; [@bib5]). On the other hand, the levels of Beclin1, Vps34, UVRAG were not affected by the knockdown of ZBTB16 ([Figure 1B](#fig1){ref-type="fig"}). We compared the changes of LC3II/tubulin in the presence or absence of chloroquine (CQ), an inhibitor of lysosomal degradation. We found that compared to that of ZBTB16 knockdown or CQ treatment, the presence of CQ with ZBTB16 knockdown led to a further increase in the ratio of LC3II/tubulin, suggesting that ZBTB16 deficiency led to an increase in autophagic flux ([Figure 1C](#fig1){ref-type="fig"}).10.7554/eLife.06734.003Figure 1.ZBTB16 mediates the proteasomal degradation of Atg14L.(**A**) The cytoplasmic and nuclear fractions of HeLa cells cultured in normal media were separated by using Paris Kit (Ambion) and analyzed by western blotting using indicated antibodies. (**B**) HeLa cells were transfected with control siRNA (N.T.) or siRNA targeting ZBTB16 and cultured for 72 hr. The cell lysates were analyzed by western blotting with indicated antibodies. (**C**) HeLa cells were transfected with control siRNA (N.T.) or siRNA targeting ZBTB16 and cultured for 72 hr. Before harvesting, the cells were treated with or without 10 μM CQ (chloroquine) for 4 hr. The cell lysates were analyzed by western blotting with indicated antibodies. (**D**) The levels of ZBTB16, Atg14L, LC3, and actin (control) in the lysates isolated from wt and zbtb16−/− littermates were analyzed by western blotting using indicated antibodies. (**E**) HeLa cells were transfected with the Xpress-tagged ZBTB16 expression vector and cultured for 36 hr. The cell lysate was analyzed by western blotting using anti-Xpress and anti-ATG14L antibodies. Anti-tubulin was used as a loading control. (**F**) 293T cells were transfected with Myc-Atg14, Myc-Cul3, HA-ROC1, and FLAG-ZBTB16 expression vectors and cultured for 24 hr. MG132 (25 µM) was added in the last 8 hr as indicated. The cell lysates were then harvested and analyzed by western blotting using indicated antibodies. (**G**) 293T cells were transfected with Myc-Cul3, HA-ROC1, and FLAG-ZBTB16 expression vectors and cultured for 24 hr. MG132 (25 µM) or E64D (10 µM) was added in the last 8 hr as indicated. The cell lysates were then harvested and analyzed by western blotting using indicated antibodies.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.003](10.7554/eLife.06734.003)10.7554/eLife.06734.004Figure 1---figure supplement 1.ZBTB16 mediates the proteasomal degradation of Atg14L.(**A**) Quantification for [Figure 1B](#fig1){ref-type="fig"}. HeLa cells were transfected with control siRNA (N.T.) or siRNA targeting ZBTB16 and cultured for 72 hr. The cell lysates were analyzed by western blotting with indicated antibodies. The data are expressed as the mean of biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*); p \< 0.001 (\*\*\*). (**B**) Quantification for [Figure 1D](#fig1){ref-type="fig"}. The tissues of wt and zbtb16−/− littermates were isolated and homogenized in lysis buffer. The levels of ZBTB16, Atg14L, LC3, and actin (as a loading control) were analyzed by western blotting using indicated antibodies. The data are expressed as the mean of biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*); p \< 0.001 (\*\*\*). (**C**) HeLa cells were transfected with control FLAG vector and FLAG-ZBTB16 expression vector and cultured for 48 hr. Transfection efficiency was monitored by co-transfection of GFP vector. The mRNA was extracted and analyzed by RT-PCR. (**D**) 293T cells were transfected with expression vectors of Myc-Cullin3, HA-ROC1, and FLAG-ZBTB16 and cultured for 24 hr. The cell lysates were analyzed by western blotting using indicated antibodies. Anti-tubulin was used as a loading control. (**E**) HeLa cells were transfected with control siRNA (N.T.) or siRNA targeting Cul3 and cultured for 72 hr. The cell lysates were analyzed by western blotting with indicated antibodies. (**F**) Left: representative images of GFP-LC3 puncta (autophagosomes) in H4-GFP-LC3 expressing control non-targeting (N.T.) or ZBTB16 siRNA cultured in normal conditions and the quantitation. Bars are mean ± SEM of triplicate samples (500 cells analyzed per sample). Similar results were observed in three independent experiments. p \< 0.01 (\*\*). Middle: representative images of GFP-LC3 puncta (autophagosomes) in H4-GFP-LC3 expressing control non-targeting (N.T.) or Cullin3 siRNA cultured in normal conditions and the quantitation. Bars are mean ± SEM of triplicate samples (500 cells analyzed per sample). Similar results were observed in three independent experiments. p \< 0.01 (\*\*). Right: representative images of GFP-LC3 puncta (autophagosomes) in H4-GFP-LC3 expressing control non-targeting (N.T.) or ROC1 siRNA cultured in normal conditions and the quantitation. Bars are mean ± SEM of triplicate samples (500 cells analyzed per sample). Similar results were observed in three independent experiments. p \< 0.05 (\*).**DOI:** [http://dx.doi.org/10.7554/eLife.06734.004](10.7554/eLife.06734.004)

To confirm the role of ZBTB16 in regulation of Atg14L and autophagy in vivo, we examined the levels of Atg14L and LC3II in ZBTB16−/− mice ([@bib1]). Interestingly, we found that the levels of Atg14L were dramatically increased in the kidney, heart, liver, and brain of ZBTB16−/− mice compared to that of wt ([Figure 1D](#fig1){ref-type="fig"} and [Figure 1---figure supplement 1B](#fig1s1){ref-type="fig"}). The levels of autophagy as indicated by the ratio of LC3II/tubulin were significantly higher in ZBTB16−/− mice than that of wt mice. From these results, we conclude that ZBTB16 is an important regulator of Atg14L and autophagy.

To further characterize the impact of ZBTB16 on the levels of Atg14L, we transfected an expression vector of ZBTB16 into HeLa cells. Overexpression of ZBTB16 led to down-regulation of Atg14L protein in a dose-dependent manner but not that of its mRNA ([Figure 1E](#fig1){ref-type="fig"} and [Figure 1---figure supplement 1C](#fig1s1){ref-type="fig"}). Thus, ZBTB16 regulates the protein levels of Atg14L but not its mRNA.

Since ZBTB16 is known to function as an adaptor for CUL3-ROC1 complex of ubiquitin ligase ([@bib29]; [@bib20]), we next tested the effect of this complex on the levels of Vps34 complexes. Overexpression of CUL3-ROC1-ZBTB16 led to the reduction in the levels of transfected as well as endogenous Atg14L ([Figure 1F--G](#fig1){ref-type="fig"}). Overexpression of ZBTB16 also had a minor reducing effect on the levels of Vps34 and Beclin1, but not that of UVRAG ([Figure 1---figure supplement 1D](#fig1s1){ref-type="fig"}), consistent with a coordinated regulation of Vps34 complexes ([@bib14]; [@bib22]; [@bib31]). The down-regulation of Atg14L by CUL3-ROC1-ZBTB16 can be rescued by MG132, which inhibits the proteasomal degradation, but not by E64d, an inhibitor of lysosomal degradation ([Figure 1F--G](#fig1){ref-type="fig"}). Finally, we found that knockdown of CUL3 led to increases in the levels of Atg14L and autophagy ([Figure 1---figure supplement 1E](#fig1s1){ref-type="fig"}). The effect of knockdown ZBTB16, Cullin3, and ROC1 was also confirmed using image-based LC3-GFP assay ([Figure 1---figure supplement 1F](#fig1s1){ref-type="fig"}). Taken together, these results suggest that CUL3-ROC1-ZBTB16 complex may promote the degradation of autophagic-specific Vps34 complexes through proteasomal pathway.

CUL3-ROC1-ZBTB16 mediates the ubiquitination of Atg14L {#s2-2}
------------------------------------------------------

Since ZBTB16 is known to function as an adaptor for CUL3-ROC1 ligase complex ([@bib9]; [@bib10]; [@bib29]), we next investigated the possibility that Atg14L might be able to bind to ZBTB16. We found that while the interaction of Atg14L and ZBTB16 was detectable under normal condition, such interaction was dramatically enhanced in the presence of proteasomal inhibitor MG132 ([Figure 2A](#fig2){ref-type="fig"}; [Figure 2---figure supplement 1A](#fig2s1){ref-type="fig"}). In contrast, while the interactions of Vps34 and Beclin1 with ZBTB16 were detectable, the presence of MG132 had only minimum effect ([Figure 2---figure supplement 1B--C](#fig2s1){ref-type="fig"}), suggesting that the interaction of ZBTB16 with Vps34 and Beclin1 might be indirect. In addition, we found that the endogenous interaction of ZBTB16 with Atg14L can be detected in both 293T and HeLa cells and can also be enhanced in the presence of proteasomal inhibitor MG132 ([Figure 2B--C](#fig2){ref-type="fig"}). Consistent with the regulation of ZBTB16-Cullin3-ROC1 complex, the interaction of endogenous Atg14L with this complex was also detected ([Figure 2D](#fig2){ref-type="fig"}).10.7554/eLife.06734.005Figure 2.Ubiquitination of ATG14L by ZBTB16.(**A**) 293T cells were transfected with expression vectors of FLAG-ZBTB16 and Myc-Atg14 and cultured for 24 hr. The cells were treated with MG132(10 µM) for the last 4 hr before harvesting. The cell lysates were immunoprecipitated with anti-ZBTB16 antibody, and the immunocomplexes were analyzed by western blotting using anti-Myc antibody. (**B**) 293T cells were cultured for 24 hr and then harvested and lysed in Buffer II. The lysates were immunoprecipitated with anti-ATG14L antibody, and the immunocomplexes were analyzed by western blotting using anti-ZBTB16 antibody. (**C**) HeLa cells were treated with MG132(10 µM) for 4 hr and then harvested and lysed in Buffer II. The lysates were immunoprecipitated with anti-ATG14L antibody, and the immunocomplexes were analyzed by western blotting using anti-ZBTB16 antibody. (**D**) HeLa cell lysates were immunoprecipitated with anti-ATG14L antibody, or a control IgG, and the immunocomplexes were analyzed by western blotting using indicated antibodies. (**E**) 293T cells were transfected with the expression vectors of FLAG-ZBTB16, Myc-ATG14L, truncated Myc-Atg14L(ΔBATS), Myc-Atg14L(ΔCCD) as indicated and cultured for 24 hr. The cells were then harvested and lysed in NP-40 buffer. The lysates were immunoprecipitated with anti-Flag antibody, and the immunocomplexes were analyzed by western blotting using anti-Myc antibody. (**F**) 293T cells were transfected with the expression vectors of Myc-ATG14L, FLAG-ZBTB16, truncated FLAG-ZBTB16-dZF, ZBTB16-BTB as indicated and cultured for 24 hr. The cells were then harvested and lysed in NP-40 buffer. The lysates were immunoprecipitated with anti-Myc antibody, and the immunocomplexes were analyzed by western blotting using anti-Flag antibody. (**G**) 293T cells were transfected with expression vectors of Myc-Atg14, HA-ROC1, FLAG-ZBTB16, and Myc-Cul3 expression vectors as indicated and cultured for 24 hr. MG132 (25 µM) was added in the last 6 hr as indicated. The cell lysates were harvested and immunoprecipitated with anti-ATG14L. The immunocomplexes were analyzed by western blotting using anti-Ub antibody for ubiquitin. (**H**) Myc-Cullin3, FLAG-ZBTB16, ROC1, and ATG14L proteins were individually purified from 293T cells transfected with indicated expression vectors by immunoprecipitation. The eluted proteins were incubated with recombinant E1, E2, and Ub. The reactions were terminated by boiling for 5 min in SDS sample buffer. The sample was analyzed by western blotting using anti-Myc.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.005](10.7554/eLife.06734.005)10.7554/eLife.06734.006Figure 2---figure supplement 1.Ubiquitination of ATG14L by ZBTB16 and Cullin3.(**A**) 293T cells were transfected with expression vectors of FLAG-ZBTB16 and Myc-Atg14L and cultured for 24 hr. The cells were treated with MG132 (10 µM) for the last 4 hr before harvesting and then lysed in NP-40 buffer. The lysates were immunoprecipitated with anti-ATG14L antibody, and the immunocomplexes were analyzed by western blotting using anti-Flag antibody. The data are expressed as the mean of 3 biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*). (**B**) 293T cells were transfected with expression vectors of FLAG-ZBTB16 and HA-Vps34 and cultured for 24 hr and then treated with MG132 (10 µM) for an additional 4 hr. The cells were lysed in NP-40 buffer. The lysates were immunoprecipitated with anti-Vps34 antibody, and the immunocomplexes were analyzed by western blotting using anti-Flag. The data are expressed as the mean of 3 biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. ns, no significance. (**C**) 293T cells were transfected with expression vectors of FLAG-ZBTB16 and GFP-Beclin1 for 24 hr and then treated with MG132 (10 µM) for 4 hr and then lysed in NP-40 buffer. The lysates were immunoprecipitated with anti-Beclin1 antibody, and the immunocomplexes were analyzed by western blotting using anti-Flag antibody. Statistical analysis was performed on biological repeats of three-independent sets of experiments using ImageJ. The data are expressed as the mean of 3 biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. ns, no significance. (**D**--**E**) HeLa cells were first transfected with control or Cul3 siRNA for 48 hr and then transfected with the indicated constructs and cultured for another 24 hr. The cells were then treated with MG132 for 4 hr before harvesting. Fully denatured lysates were diluted with 0.5% NP-40 lysis buffer and IP with anti-Flag antibody or anti-Myc antibody as indicated. The lysates were WB with indicated antibodies. (**F**) Expression vectors for FLAG-tagged Cul3 or Cul3∆C deleted C-terminal E2 binding domain were cotransfected with that of Myc-tagged ATG14, ROC1, Xpress-tagged ZBTB16, and HA-tagged ubiquitin into 293T cells as indicated for 24 hr. The cells were then treated with MG132 for 2 hr before harvesting. Fully denatured lysates were diluted with 0.5% NP-40 lysis buffer and IP with anti-Myc antibody. The lysates were WB with indicated antibodies.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.006](10.7554/eLife.06734.006)

We next characterized the domains of Atg14L and ZBTB16 involved in their interaction. We found that deletion of the C-terminal Barkor/Atg14(L) autophagosome targeting sequence (BATS) domain, known to be involved in binding of Atg14L to autophagosome membrane ([@bib5]), completely eliminated the binding to ZBTB16 ([Figure 2E](#fig2){ref-type="fig"}). On the other hand, deletion of the center domain of ZBTB16 eliminated the binding to Atg14L ([Figure 2F](#fig2){ref-type="fig"}). Thus, the C-terminal BATS domain of Atg14L likely interacts with the center domain of ZBTB16.

Consistent with regulation of Atg14L by ZBTB16-mediated ubiquitination, the expression of ZBTB16, Cullin3, and ROC1 led to the ubiquitination of Atg14L ([Figure 2G](#fig2){ref-type="fig"}). Furthermore, ubiquitination of ATG14L can be observed in the presence of purified CUL3, ROC1, and ZBTB16 proteins in vitro ([Figure 2H](#fig2){ref-type="fig"}). The role of Cullin3 is important as knockdown of CUL3 or expressing CUL3ΔC, a dominant negative mutant ([@bib15]; [@bib20]), blocked the ubiquitination of Atg14L, as well as auto-ubiquitination of ZBTB16 ([Figure 2---figure supplement 1D--F](#fig2s1){ref-type="fig"}). Taken together, we conclude that CUL3-ROC1-ZBTB16 complex controls the ubiquitination and proteasomal degradation of ATG14L to regulate autophagy.

Regulation of ZBTB16-mediated ubiquitination of ATG14L {#s2-3}
------------------------------------------------------

Since regulation of Atg14L and autophagy in cells and mutant mice that are either deficient or overexpressing ZBTB16 occurred under normal nutritional conditions ([Figure 1B--E](#fig1){ref-type="fig"}), we hypothesized that ZBTB16 might respond to growth factor stimulation, rather than cellular nutritional status. Indeed, we found that serum starvation of HeLa cells for as short as half an hour induced the degradation of ZBTB16 and a concomitant increase in the levels of ATG14L with no effect on its mRNA, while the levels of Beclin1 and Vps34 showed no significant change ([Figure 3A](#fig3){ref-type="fig"} and [Figure 3---figure supplement 1A](#fig3s1){ref-type="fig"}). Similar changes in the levels of Atg14L and ZBTB16 were found in multiple cell lines, including 7721, SK-OV-3, H4, and HCT116 cells, upon serum removal ([Figure 3---figure supplement 1B--E](#fig3s1){ref-type="fig"}). On the other hand, no such change in Atg14L or ZBTB16 was observed even after removal of glucose or amino acids ([Figure 3---figure supplement 1F--G](#fig3s1){ref-type="fig"}). These results suggest that ZBTB16 and Atg14L are regulated by serum factors rather than the availability of nutrients, such as glucose and amino acids, or the status of mTOR, a major regulator of autophagy in response to nutritional starvation.10.7554/eLife.06734.007Figure 3.Serum starvation regulates ZBTB16 activity through GSK3β.(**A**) HeLa cells were cultured in serum-free condition for indicated periods of time, and then the cell lysates were harvested and analyzed by western blotting using indicated antibodies. (**B**) HeLa cells were serum starved for indicated periods of time with or without MG132 (10 µM), and then the cell lysates were harvested and analyzed by western blotting using indicated antibodies. (**C**) HeLa cells were transfected with the expression vectors of HA-Ub and Myc-ATG14L and cultured for 36 hr and then cultured either in the presence or absence of serum (SD) for an additional 4 hr. The cell lysates were harvested and immunoprecipitated with anti-ATG14L. The immunocomplexes were analyzed by western blotting using anti-HA antibody for ubiquitin or anti-Myc as indicated. (**D**) HeLa cells were transfected with control non-targeting or ZBTB16 targeting siRNA. The cells were cultured in the presence of serum for 46 hr after transfection, subject to serum deprivation (SD) for 24 hr, and then re-stimulated by 10% FBS as indicated for another 2 hr. The total cell lysates were analyzed by western blotting with indicated antibodies. (**E**) HeLa cells were treated with PI3 kinase inhibitor LY294002 at indicated concentrations (μM) and time periods, and the cell lysates were harvested and analyzed by western blotting using indicated antibodies. (**F**) HeLa cells were transfected with control siRNA or siRNA targeting GSK3β and cultured for 72 hr. The total cell lysates were analyzed by western blotting with indicated antibodies. (**G**) HeLa cells were treated with or without SD for 4 hr and then treated with or without MG132 (10 µM), LiCl (10 mM), or SB216763 (20 µM) for an additional 4 hr. The cells were lysed in NP-40 buffer with phosphatase inhibitors and immunoprecipitated with pan-phospho-Thr antibody or pan phospho-Ser antibody. The immunocomplexes were analyzed by western blotting with rabbit anti-ZBTB16. (**H**) The expression vectors of Flag-tagged wild type or ZBTB16 point mutants were transfected into HeLa cells and cultured for 24 hr. Then, the cells were subject to normal or SD conditions as indicated with MG132 (10 µM) for 8 hr. The cells were lysed in NP-40 lysis buffer with phosphatase inhibitors and immunoprecipitated with anti-Flag antibody. The immunocomplexes were analyzed by western blotting with pan phospho-Ser antibody. (**I**) The expression vectors of Flag-tagged wild type or mutants of ZBTB16 were transfected into HeLa cells and cultured for 24 hr. The cells were subject to serum deprived or normal condition with MG132 for 8 hr. Then, the cells were lysed in NP-40 lysis buffer with phosphatase inhibitors and immunoprecipitated with anti-Flag antibody. The immunocomplexes were analyzed by western blotting with pan-phospho-Thr antibody. (**J**--**K**) The expression vectors of Flag-tagged wild type or mutant ZBTB16 were transfected into 293T cells and cultured for 24 hr. The cell lysates were collected and analyzed by immunoprecipitation with anti-Flag antibody. The immunoprecipitated ZBTB16 was incubated with or without recombinant GSK3β kinase in vitro at 30°C for 1 hr and then analyzed by western blotting analysis with anti-phosphor-Ser (**J**) or anti-phosphor-Thr (**K**). Quantification data are expressed as mean of 3 biological replicates ± SD.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.007](10.7554/eLife.06734.007)10.7554/eLife.06734.008Figure 3---figure supplement 1.Serum starvation regulates ZBTB16 activity through GSK3β.(**A**) HeLa cells were serum starvation for the indicated periods of time, and then the mRNA was extracted and subjected to RT-PCR. (**B**--**E**) 7721 cells (**B**), SK-OV-3 cells (**C**), H4 cells (**D**) and HCT116 cells (**E**) were cultured in serum-free condition for indicated periods of time, and then the cell lysates were harvested and analyzed by western blotting using indicated antibodies. (**F**) HeLa cells were treated without glucose for the indicated periods of time, and the cell lysates were analyzed by western blotting with indicated antibodies. (**G**) HeLa cells were cultured in the medium with or without amino acids for the indicated periods of time. The cell lysates were analyzed by western blotting with indicated antibodies. (**H**) HeLa cells were transfected with control non-targeting or ZBTB16 targeting siRNA. The cells were cultured in the presence of serum for 46 hr after transfection, subject to serum deprivation (SD) for 24 hr, and then re-stimulated by 10% FBS as indicated for another 2 hr. The total cell lysates were analyzed by western blotting with indicated antibodies. The data are expressed as the mean of biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*), ns, no significance. (**I**) Top: representative images of GFP-LC3 puncta (autophagosomes) in H4-GFP-LC3 cells expressing control or ATG14L siRNA and cultured under serum starvation condition for 8 hr. Bottom: quantitation of GFP-LC3 puncta in serum starvation conditions is shown as above. Bars are mean ± SEM of triplicate samples (500 cells analyzed per sample). Similar results were observed in three independent experiments. p \< 0.001 (\*\*\*). (**J**) HeLa cells were treated with 10 μM LY294002 or 10 μM CQ for 4 hr. The cell lysates were analyzed by western blotting with indicated antibodies.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.008](10.7554/eLife.06734.008)10.7554/eLife.06734.009Figure 3---figure supplement 2.Serum starvation regulates ZBTB16 activity through GSK3β.(**A**) HeLa cells were cultured without serum for the indicated periods of time, and then the cell lysates were harvested and analyzed by western blotting using indicated antibodies. (**B**) HeLa cells were treated with LY294002 (10 µM) or GSK3 inhibitor SB216763 (10 µM) for indicated periods of time in the presence of FBS. The cell lysates were harvested and analyzed by western blotting using indicated antibodies. The data are expressed as the mean of biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*). (**C**) HeLa cells were transfected with the expression vectors of Flag-ZBTB16, constitutively active HA-GSK3β(CA) for 36 hr and then treated with or without SB216763(10 µM), MG132(10 µM) for an additional 4 hr. The cells were lysed in NP-40 buffer with phosphatase inhibitors and immunoprecipitated with anti-Flag antibody. The immunocomplexes were analyzed by western blotting with pan phospho-Ser antibody or phospho-Thr antibody. (**D**) 293T cells were transfected with expression vectors for HA-GSK3β and XP-ZBTB16 for 24 hr. The cell lysates were harvested and immunoprecipitated with anti-HA. The immunocomplexes were analyzed by western blotting using indicated antibodies. (**E**) HeLa cells were transfected with the expression vectors of Flag-ZBTB16, mutant Flag-ZBTB16, constitutively active HA-GSK3β(CA) for 36 hr and then treated with MG132 (10 µM) for an additional 4 hr. The cells were lysed in NP-40 buffer with phosphatase inhibitors and immunoprecipitated with anti-Flag antibody. The immunocomplexes were analyzed by western blotting with pan phospho-Ser antibody. The lysates were WB with indicated antibodies. The data are expressed as the mean of biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*). (**F**) HeLa cells were transfected with expression vectors of Flag-ZBTB16S184A/T282A and cultured for 24 hr. Before harvesting the sample, the cells were treated with mTOR inhibitor Torin1 (500 nM) in nutrient-rich conditions for the indicated periods of time. The cell lysates were analyzed by western blotting with indicated antibodies.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.009](10.7554/eLife.06734.009)

The degradation of ZBTB16 in serum-free condition was blocked by the addition of MG132, suggesting serum starvation may lead to increased proteasomal degradation of ZBTB16 ([Figure 3B](#fig3){ref-type="fig"}). Consistent with this hypothesis, serum starvation also decreased the ubiquitination of ATG14L ([Figure 3C](#fig3){ref-type="fig"}). However, in HeLa cells deficient for ZBTB16, the levels of Atg14L remained elevated even after the addition of serum ([Figure 3D](#fig3){ref-type="fig"}; [Figure 3---figure supplement 1H](#fig3s1){ref-type="fig"}). Conversely, elevated levels of autophagy as indicated by increased numbers of GFP-LC3 upon serum removal were suppressed after Atg14L knockdown ([Figure 3---figure supplement 1I](#fig3s1){ref-type="fig"}). Thus, we conclude that the expression of ZBTB16 is important for the down-regulation of Atg14L levels in the presence of serum.

To examine the potential involvement of class I PI3 kinase signaling in the degradation of ATG14L, we treated HeLa cells with LY294002, an inhibitor of PI3 kinase. As expected, the addition of LY294002 led to the loss of S473 phosphorylation in Akt, a marker for its activation, and the loss of an inhibitory phosphorylation on Ser9 of glycogen synthase kinase-3β (GSK3β) ([@bib27]), indicating the activation of GSK3β. Interestingly, the treatment with LY294002 led to significant reductions in the levels of ZBTB16 and concomitant increases in the levels of ATG14L and LC3II/tubulin ratio and autophagic flux, suggesting the induction of autophagy ([Figure 3E](#fig3){ref-type="fig"} and [Figure 3---figure supplement 1J](#fig3s1){ref-type="fig"}). Thus, the inhibition of class I PI3 kinase and AKT and activation of GSK3β may contribute to the reduction in the levels of ZBTB16 and the increases that of Atg14L.

Since phosphorylation of substrates provides an important targeting mechanism for Cul3-Roc1 E3 ubiquitin ligase complexes ([@bib24]), we hypothesized that serum starvation induced degradation of ZBTB16 is regulated by phosphorylation. As inhibition of class I PI3 kinase by LY294002 led to the activation of GSK3β, which is known to be activated by serum starvation to regulate cell survival ([@bib8]), we examined the possibility that GSK3β be involved in mediating the degradation of ZBTB16 upon serum starvation. The phosphorylation of Ser9, an inhibitory phosphorylation event, in GSK3β is strongly inhibited in serum- starved HeLa cells as reported ([Figure 3---figure supplement 2A](#fig3s2){ref-type="fig"}) ([@bib27]). Consistent with a role of GSK3β in regulating ZBTB16, knockdown of GSK3β, or the addition of SB216763, an inhibitor of GSK3β, restored the levels of ZBTB16 ([Figure 3F](#fig3){ref-type="fig"}; [Figure 3---figure supplement 2B](#fig3s2){ref-type="fig"}). Thus, GSK3β might be involved in regulating ZBTB16 in response to serum removal.

We tested the possibility that GSK3β might phosphorylate ZBTB16. Indeed, we found that the expression of constitutively active GSK3β ([@bib26]; [@bib30]) could lead to phosphorylation of ZBTB16, which can be inhibited by SB216763 ([Figure 3---figure supplement 2C](#fig3s2){ref-type="fig"}). In addition, the interaction of ZBTB16 and GSK3β could be detected, suggesting that ZBTB16 might be a substrate of GSK3β ([Figure 3---figure supplement 2D](#fig3s2){ref-type="fig"}). A search of Scansite ([http://scansite.mit.edu](http://scansite.mit.edu/)) identified three possible sites in ZBTB16 for GSK3β: S184, T282, and S347. Interestingly, we could detect increased phospho-ZBTB16 under serum starvation condition, and the phosphorylation of ZBTB16 could be inhibited by inhibitors of GSK3β ([Figure 3G](#fig3){ref-type="fig"}). We found that S184A mutation, but not S347A mutation, eliminated the phosphorylation of ZBTB16 induced by serum starvation condition detected by pan-phospho-Ser antibody ([Figure 3H](#fig3){ref-type="fig"}). On the other hand, T282A mutation-eliminated phosphorylation induced by serum starvation condition detected by pan-phospho-Thr antibody ([Figure 3I](#fig3){ref-type="fig"}). Furthermore, S184A and T282A mutations also eliminated phosphorylation by GSK3β in vitro ([Figure 3J--K](#fig3){ref-type="fig"}) or in cells expressing constitutively active GSK3 ([Figure 3---figure supplement 2E](#fig3s2){ref-type="fig"}) ([@bib26]; [@bib30]). Blocking of ZBTB16 phosphorylation, however, had no effect on the mTOR pathway as Torin1, an inhibitor of mTOR, could still induce autophagy in HeLa cells expressing ZBTB16 S184A/T282A ([Figure 3---figure supplement 2F](#fig3s2){ref-type="fig"}). Taken together, we conclude that S184 and T282 of ZBTB16 may be phosphorylated by GSK3β in cells under serum starvation condition.

To determine if ubiquitination of ZBTB16 might be affected by serum starvation, we expressed wt and S184A/T282A mutant ZBTB16 in HeLa cells. We found that serum starvation significantly enhanced auto-ubiquitination of wt ZBTB16, but not S184A/T282A mutant ([Figure 4A](#fig4){ref-type="fig"}). Consistently, auto-ubiquitination of S184D/T282E ZBTB16 mutant was significantly enhanced compared to that of wt ([Figure 4B](#fig4){ref-type="fig"}). On the other hand, the abilities of S184A/T282A and S184D/T282E ZBTB16 mutants to mediate the ubiquitination of Atg14L were higher and lower than that of wt, respectively ([Figure 4C](#fig4){ref-type="fig"}). Since both S184 and T282 are localized in the region of ZBTB16 that is important for binding to Atg14L, we tested the effect of phosphor-mimetic mutation in ZBTB16 on the interaction with Atg14L. Consistently, the interaction of S184D/T282E ZBTB16 mutant with Atg14L was significantly weaker than that of wt ([Figure 4D](#fig4){ref-type="fig"}). Finally, to examine if S184/T282 phosphorylation of ZBTB16 might be critical functionally to regulate autophagy under serum starvation condition, we analyzed the response of HeLa cells expressing wt or S184A/T282A mutant to serum starvation. Since endogenous and overexpressed wt ZBTB16 proteins are degraded upon serum starvation while S184A/T282A mutant is not, this experiment provides an opportunity to test if the persistent levels of S184A/T282A mutant under serum starvation condition might be able to suppress the increases in Atg14L and autophagy. Interestingly, we found that the increases in the levels of Atg14L and reduction in that of p62 were blocked by the expression of S184A/T282A ([Figure 4E](#fig4){ref-type="fig"}). Thus, we conclude that phosphorylation of S184/T282 of ZBTB16 by GSK3β is functionally important for regulating Atg14L under serum starvation condition to promote autophagy.10.7554/eLife.06734.010Figure 4.Phosphorylation of S184/T282 of ZBTB16 by GSK3b is functionally important for regulating Atg14L under serum starvation condition to promote autophagy.(**A**) The expression vectors of Flag-tagged wild type or mutants ZBTB16 and HA-Ub were transfected into HeLa cells and cultured for 24 hr. HeLa cells were treated with or without serum-deprivation (SD) for 4 hr. The cell lysates were collected and subjected to immunoprecipitation with anti-Flag antibody. The immunocomplexes were analyzed by western blotting using anti-HA for ubiquitin or anti-Flag as indicated. (**B**) 293T cells were transfected with the expression vectors of wide-type FLAG-ZBTB16, mutant FLAG-ZBTB16, HA-Ub as indicated and cultured for 20 hr. The cells were then treated with or without MG132 for 4 hr. Fully denatured lysates were diluted with 0.5% NP-40 lysis buffer and IP with anti-Flag antibody. The lysates were WB with indicated antibodies. (**C**) 293T cells were transfected with the expression vectors of wide-type FLAG-ZBTB16, mutant FLAG-ZBTB16, HA-Ub, Myc-ATG14, HA-ROC1, Myc-Cul3 as indicated and cultured for 36 hr. The cells were then treated with MG132 for 2 hr. Fully denatured lysates were diluted with 0.5% NP-40 lysis buffer and IP with anti-ATG14L antibody. The lysates were WB with indicated antibodies. (**D**) HeLa cells were transfected with expression vectors of wide-type FLAG-ZBTB16, mutant FLAG-ZBTB16, Myc-ATG14 as indicated and then lysed in NP-40 buffer. The lysates were immunoprecipitated with anti-Flag antibody, and the immunocomplexes were analyzed by western blotting using anti-Myc antibody. (**E**) The expression vectors of Flag-tagged wild type or ZBTB16 point mutants were transfected into HeLa cells and cultured for 12 hr. The cells were cultured in serum-free condition for indicated periods of time. The cell lysates were then harvested and analyzed by western blotting using indicated antibodies.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.010](10.7554/eLife.06734.010)

Regulation of ATG14L by GPCR signaling {#s2-4}
--------------------------------------

Next, we proceeded to identify the factor(s) in the serum that can reduce the levels of ATG14L. Surprisingly, we found that heat-inactivated fetal bovine serum (FBS) was equally effective in reducing the levels of ATG14L induced by serum starvation ([Figure 5A](#fig5){ref-type="fig"} and [Figure 5---figure supplement 1A--B](#fig5s1){ref-type="fig"}). The presence or absence of serum, however, had no effect on the predominant cytoplasmic localization of ZBTB16 ([Figure 5---figure supplement 1C](#fig5s1){ref-type="fig"}). The effect of serum starvation on the increased ATG14L and decreased ZBTB16 levels can also be suppressed by the addition of bovine serum albumin (BSA) with different degree of purity, SDF1, or lysophosphatidic acid (LPA), which are known GPCR ligands ([Figure 5B--D](#fig5){ref-type="fig"} and [Figure 5---figure supplement 1D--G](#fig5s1){ref-type="fig"}). In addition, the treatment of other GPCR ligands such as endothelin 1, high density lipoprotein (HDL) could all block the increases in the levels of Atg14L induced by serum starvation ([Figure 5E](#fig5){ref-type="fig"} and [Figure 5---figure supplement 1H](#fig5s1){ref-type="fig"}). Since the signaling of SDF1 ([@bib2]), LPA ([@bib12]), endothelin ([@bib13]), HDL ([@bib28]) is all known to be mediated through GPCRs, these results suggest that the levels of Atg14L are under the control of GPCR signaling.10.7554/eLife.06734.011Figure 5.Regulation of Atg14L by GPCR mediated signaling pathways.(**A**) HeLa cells were cultured in the presence (no treatment) or absence of serum (serum starvation) for 24 hr and then re-stimulated by 10% FBS or boiled FBS (boiled for 30 min at 95°C) for 1 hr. The cell lysates were analyzed by western blotting with the indicated antibodies. (**B**) Serum-starved HeLa cells were stimulated with 10% FBS or 10 mg/ml BSA (A2058, Sigma) for indicated periods of time and then harvested and analyzed by western blotting using indicated antibodies. (**C**) H4 cells were cultured in the presence or absence of serum for 24 hr. SDF1 was added to serum-starved cells at indicated concentrations for 1 hr. The cells were lysed, and the lysates were analyzed by western blotting with indicated antibodies. (**D**) HeLa cells were serum starved for 24 hr and then stimulated with 20 µM LPA or 10% FBS for 1 hr. The cells were lysed, and the lysates were analyzed by western blotting with indicated antibodies. (**E**) HeLa cells were serum deprived for 24 hr and then stimulated with endothelin 1 or HDL at indicated concentrations for 4 hr. The cells were lysed, and the lysates were analyzed by western blotting with indicated antibodies. (**F**) HeLa cells were transfected with siRNAs for control, Gαq/11, or GαS and cultured for 72 hr. The cell lysates were analyzed by western blotting with indicated antibodies. (**G**) HeLa cells were transfected with siRNAs for control or Gα12/13 and cultured for 72 hr. The cell lysates were analyzed by western blotting with indicated antibodies. (**H**) HeLa cells were serum-deprived (SD) for 24 hr and then stimulated with forskolin for 2 hr. The cell lysates were harvested and analyzed by western blotting using indicated antibodies. (**I**) HeLa cells were treated with Gαi/o inhibitor Pertussis toxin (PTX) at 1 or 2 μg/ml for 6 hr, and the cell lysates were harvested and analyzed by western blotting using indicated antibodies.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.011](10.7554/eLife.06734.011)10.7554/eLife.06734.012Figure 5---figure supplement 1.Regulation of Atg14L by ligands and agonists of GPCR.(**A**) Quantification for [Figure 5A](#fig5){ref-type="fig"}. HeLa cells were cultured in the presence (no treatment) or absence of serum (serum starvation) for 24 hr, and then re-stimulated by 10% FBS or boiled FBS (boiled for 30 min at 95°C) for 1 hr. The cell lysates were analyzed by western blotting with the indicated antibodies. The data are expressed as the mean of biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*). p \< 0.001 (\*\*\*). (**B**) HeLa cells were serum starved for 30 hr and then stimulated with serum for the indicated periods of time. The cell lysates were analyzed by using western blotting with the indicated antibodies. (**C**) HeLa cells were cultured in the presence or absence of serum (SD) for 6 hr and then the cell lysate was harvested and analyzed by western blotting using indicated antibodies. Antibodies for lamin A/C and tubulin were used to determine purity of nuclear and cytoplasmic samples, respectively. (**D**) HeLa cells were serum starved for 24 hr, and then stimulated with for different bovine serum albumin (BSA) batches for 1 hr, and the cell lysates were harvested and analyzed by western blotting using indicated antibodies. (**E**) Quantification for [Figure 5B](#fig5){ref-type="fig"}. Serum-starved HeLa cells were stimulated with 10% FBS or 10 mg/ml BSA (A2058, Sigma) for indicated periods of time and then harvested and analyzed by western blotting using indicated antibodies. The data are expressed the mean of biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*); p \< 0.001 (\*\*\*). (**F**) Quantification for [Figure 5C](#fig5){ref-type="fig"}. H4 cells were cultured in the presence or absence of serum for 24 hr. SDF1 was added to serum-starved cells at indicated concentrations for 1 hr. The cells were lysed, and the lysates were analyzed by western blotting with indicated antibodies. The data are expressed as the mean of biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*); p \< 0.001 (\*\*\*). (**G**) Quantification for [Figure 5D](#fig5){ref-type="fig"}. HeLa cells were serum-starved for 24 hr, and then stimulated with 20 µM LPA or 10% FBS for 1 hr. The cells were lysed, and the lysates were analyzed by western blotting with indicated antibodies. The data are expressed as the mean of biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*), p \< 0.001 (\*\*\*). (**H**) Quantification for [Figure 5E](#fig5){ref-type="fig"}. HeLa cells were serum-deprived for 24 hr, and then stimulated with endothelin 1 or HDL at indicated concentrations for 4 hr. The cells were lysed, and the lysates were analyzed by western blotting with indicated antibodies. The data are expressed as the mean of biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*), p \< 0.01 (\*\*). ns, no significance.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.012](10.7554/eLife.06734.012)10.7554/eLife.06734.013Figure 5---figure supplement 2.Regulation of Atg14L by GPCR mediated signaling pathways.(**A**) Quantification for [Figure 5F](#fig5){ref-type="fig"}. HeLa cells were transfected with control siRNA, Gαq/11, GαS and cultured for 72 hr. The cell lysates were analyzed by western blotting with indicated antibodies. The data are expressed as the mean of 3 biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*). (**B**) Quantification for [Figure 5G](#fig5){ref-type="fig"}. HeLa cells were transfected with control siRNA, Gα12/13 and cultured for 72 hr. The cell lysates were analyzed by western blotting with indicated antibodies. The data are expressed as the mean of 3 biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*). (**C**) HeLa cells were transfected with control siRNA (N.T.) or siRNA targeting GαS and cultured for 72 hr. Before harvesting the sample, the cells were treated with or without 10 μM CQ for 4 hr. The cell lysates were analyzed by western blotting with indicated antibodies. (**D**) HeLa cells were transfected with control siRNA (N.T.) or siRNA targeting Gαq/11 and cultured for 72 hr. Before harvesting the sample, the cells were treated with or without 10 μM CQ for 4 hr. The cell lysates were analyzed by western blotting with indicated antibodies. (**E**) HeLa cells were transfected with control siRNA (N.T.) or siRNA targeting Gα12/13 and cultured for 72 hr. Before harvesting the sample, the cells were treated with or without 10 μM CQ for 4 hr. The cell lysates were analyzed by western blotting with indicated antibodies. (**F**) Quantification for [Figure 5H](#fig5){ref-type="fig"}. HeLa cells were serum-deprived (SD) for 24 hr, and then stimulated with forskolin for 2 hr. The cell lysates were harvested and analyzed by western blotting using indicated antibodies. The data are expressed as the mean of 3 biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*), p \< 0.001 (\*\*\*). (**G**) Quantification for [Figure 5I](#fig5){ref-type="fig"}. HeLa cells were treated with Gαi/o inhibitor PTX at 1 or 2 μg/ml for 6 hr, and the cell lysates were harvested and analyzed by western blotting using indicated antibodies. The data are expressed as the mean of 3 biological replicates (mean ± SD). Statistical significance was determined by a two-tailed, unpaired Student\'s t-test. p \< 0.05 (\*); p \< 0.01 (\*\*).**DOI:** [http://dx.doi.org/10.7554/eLife.06734.013](10.7554/eLife.06734.013)

Heterotrimeric G-proteins, composed of non-identical α, β, and γ subunits, are the critical mediators of GPCR signaling ([@bib19]). To directly test the role of GPCR signaling on Atg14L, we examined the effect of knocking down multiple Gα proteins. Interestingly, knocking down the expression of multiple Gα proteins led to increases in the levels of ATG14L and autophagic flux ([Figure 5F--G](#fig5){ref-type="fig"}; [Figure 5---figure supplement 2A--E](#fig5s2){ref-type="fig"}). Thus, we conclude that at least a subset of GPCR signaling regulates autophagy through controlling the levels of ATG14L.

The activation of GPCR triggers multiple signal transduction pathways including an increase in the activities of downstream mediators such as Rho-associated coiled-coil containing protein kinase, phospholipases C, which leads to the synthesis of lipid-derived second messengers, activation of adenylyl cyclase, and subsequent activation of protein phosphorylation cascades ([@bib17]). Activation of these pathways is known to negatively regulate the activity of GSK3β ([@bib7]). We next investigated the impacts of these intracellular signaling pathways on Atg14L. Activation of Gαs by a large group of GPCRs stimulates adenylyl cyclase and production of cAMP ([@bib19]). To directly test the role of cAMP in the induction of Atg14L in serum-starved cells, we treated HeLa cells with forskolin, an activator of adenylyl cyclase, and thereby stimulating the production of cAMP. Interestingly, the treatment of forskolin suppressed the increases of Atg14L under serum starvation condition ([Figure 5H](#fig5){ref-type="fig"}; [Figure 5---figure supplement 2F](#fig5s2){ref-type="fig"}). Conversely, we treated HeLa cells with Pertussis toxin (PTX), which inactivates all members of the Gαi family of G proteins, and found that the treatment of PTX led to reduction of ZBTB16 and increases in Atg14L in the presence of serum ([Figure 5I](#fig5){ref-type="fig"}; [Figure 5---figure supplement 2G](#fig5s2){ref-type="fig"}).

Taken together, these results suggest that ZBTB16 regulated Atg14L degradation is a common downstream mechanism by which multiple signaling pathways that are activated by at least a subset of GPCRs in regulation of autophagy.

Activation of autophagy by GPCR antagonist promotes autophagy in vivo {#s2-5}
---------------------------------------------------------------------

AMD3100 is a FDA approved GPCR antagonist used in clinics as an immunostimulant to mobilize hematopoietic stem cells in cancer patients ([@bib4]). The treatment of HeLa cells with AMD3100 led to reduction in the levels of ZBTB16 and increases in the levels of Atg14L ([Figure 6---figure supplement 1A](#fig6s1){ref-type="fig"}). Consistent with increases in the levels of Atg14L, AMD3100 treatment also increased the ratio of LC3II and tubulin, which is further stimulated in the presence of CQ, suggesting that AMD3100 promotes autophagic flux ([Figure 6---figure supplement 1B](#fig6s1){ref-type="fig"}). Furthermore, the treatment with AMD3100 reduced the levels of mutant Huntington (mHTT), which can be blocked by CQ, suggesting that AMD3100 can promote the degradation of mutant Htt through lysosomal-dependent autophagic degradation ([Figure 6---figure supplement 1C](#fig6s1){ref-type="fig"}).

We next tested the effect of AMD3100 in mice. We found that in mice dosed with AMD3100, the phosphorylation of AKT(S473) and GSK3(S9) was reduced, and the levels of Atg14L were increased ([Figure 6A](#fig6){ref-type="fig"}) as that cells under serum starvation in culture. Corresponding to the activation of GSK3β, the levels of ZBTB16 were decreased, while its phosphorylation was increased ([Figure 6A--B](#fig6){ref-type="fig"}). Autophagy was activated in the brains of these mice treated with AMD3100 as the levels of autophagy marker p62 in the brain were reduced, and ratio of LC3II to tubulin was increased ([Figure 6A](#fig6){ref-type="fig"}). In addition, we used immunostaining of p62 to measure the levels of autophagy. We found that the levels of p62 in the cortex and striatum of N171-82Q mice treated with vehicle or AMD3100 once daily for one month were significantly lower than that of vehicle-treated mice ([Figure 6---figure supplement 1D](#fig6s1){ref-type="fig"}). These data suggest that pharmacological inhibition of GPCR signaling can lead to down-regulation of ZBTB16 and increases in the levels of Atg14L and up-regulation of autophagy in vivo.10.7554/eLife.06734.014Figure 6.Up-regulation of Atg14L and autophagy by GPCR antagonist AMD3100 in vivo ameliorated the neural dysfunction of HD transgenic mice.(**A**) WT mice were dosed once intraperitoneally with AMD3100 at 10 mg/kg body weight and 24 hr later, the brain tissues were collected and analyzed by western blotting using indicated antibodies. Anti-Tubulin was used as a loading control. The levels of ZBTB16, p62, and LC3-II were quantified as graphs on the right side. (**B**) WT mice were dosed once intraperitoneally with AMD3100 at 10 mg/kg body weight and 24 hr later, the brain tissues were lysed in NP-40 buffer with phosphatase inhibitors and immunoprecipitated ZBTB16 antibody. The immunocomplexes were analyzed by western blotting with phospho-Ser antibody and anti-ZBTB16 antibody. The levels of ZBTB16 phosphorylation were quantified shown as a graph on the right. (**C**) Dosing of AMD3100, but not saline alone, for two weeks reduced the clasping of the hindlimbs of N171-82Q mice at 13 weeks of age. (**D**) AMD3100 improved motor function of N171-82Q mice as determined by rotarod testing. The mice received training on rotarod for 10 min each day for 3 days before being tested on the first day of 11 week of age before dosing of AMD3100 started (Day 1). The mice received rotarod training again on day 15--17 during AMD3100 or saline dosing course and were tested again on day 18--21 as shown. For testing, the speed of the rod was set to 5 rpm and increased by 0.5 rpm/s. The data were collected as an average of three trials for each mouse everyday. Mice were allowed to rest for 20 min between trials. N = 13 for each group. The data are presented as mean values ± s.e.m.\*. p \< 0.05 by t-test for significance. AMD3100 (10 mg/kg body weight) or saline treatment was delivered by intraperitoneal injection from 11 weeks of age daily (every 24 hr). The experiments were carried out in double-blind manner (the person who conducted rotarod testing was unaware if the mouse had received saline or AMD3100, which was provided by another person). (**E**) Survival of wild-type (WT), N171-82Q injected with saline (HD + saline), N171-82Q mice injected with AMD3100 (HD + AMD3100). N = 13 for each group. p \< 0.05 by log-rank test for significance. The experiments were carried out in double-blind manner (the person who monitored mouse survival was unaware if the mouse had received saline or AMD3100, which was provided by another person). (**F**) The brain tissues of WT mice or N171-82Q mice dosed for 4 weeks by saline alone or AMD3110 at the age of 15 weeks were isolated and analyzed by western blotting using indicated antibodies. Anti-tubulin was used as a loading control. AMD3100 (10 mg/kg body weight/day) or saline treatment was delivered by intraperitoneal injection from 11 weeks of age every 24 hr. The levels of soluble mHtt were quantified as graphs on the right side. (**G**) Immunostaining of tissue sections from the cortex and striatum of N171-82Q mice treated with saline or AMD3100 daily for 4 weeks using rabbit EM48. DAPI staining is for nucleus. Quantitative assessment of neuropil aggregate density is as graphs below. (**H**) A model for regulation of autophagy under normal nutritional conditions: inhibiting GPCR signaling leads to the activation of GSK3β, which mediates the phosphorylation of ZBTB16 to promote its auto-ubiquitination and inhibit the ubiquitination and proteasomal degradation of Atg14L that in turn leads to increased activity of class III PI3 kinase and production of PI3P, and activation of autophagy.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.014](10.7554/eLife.06734.014)10.7554/eLife.06734.015Figure 6---figure supplement 1.Up-regulation of Atg14L and autophagy by GPCR antagonist AMD3100 in vivo ameliorated the neural dysfunction of HD transgenic mice.(**A**) HeLa cells were treated with AMD3100 at 10 µM for indicated periods of time, and then the cell lysates were harvested and analyzed by western blotting using indicated antibodies. (**B**) HeLa cells were treated with 10 µM AMD3100 for 4 hr. Before harvesting, the cells were treated with or without 10 µM CQ for 4 hr. The cell lysates were analyzed by western blotting with indicated antibodies. (**C**) HeLa cells were transfected with the expression vectors of GFP-140Q and cultured for 12 hr, and then treated with different doses AMD3100 for another 12 hr. The cells were treated with or without 20 μM CQ for 4 hr before harvesting. The lysates were WB with anti-GFP antibodies to detect soluble mHTT. (**D**) Anti-p62 immunostaining of tissue sections from the cortex and striatum of N171-82Q mice treated with vehicle or AMD3100 daily for 4 weeks. DAPI staining is for nucleus. (**E**) EM48 immunostaining of hippocampal sections from Q171-N82 mice at the age of 15 weeks after 1 month of treatment with vehicle or AMD3100 at 10 mg/kg body weight daily by intraperitoneal injection.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.015](10.7554/eLife.06734.015)

To directly examine the impact of activating autophagy by inhibiting GPCR signaling on the accumulation of expanded polyglutamine repeats and disease progression in animal models of expanded polyglutamine disorders, we used N171-82Q transgenic mice, a mouse model of Huntington\'s disease that expresses the N-terminal 171 amino acids of human htt with 82Q repeat under the control of the prion promoter ([@bib25]). Untreated N171-Q82 mice develop intranuclear expanded polyglutamine inclusions and neuritic aggregates and behavioral abnormalities, including loss of coordination, tremors, hypokinesis, and abnormal gait, before dying prematurely. We found that the treatment of AMD3100 significantly reduced the frequency of hindlimb clasping when suspended by tail ([Figure 6C](#fig6){ref-type="fig"}). We monitored the effect of AMD3100 on motor function using rotarod test. The motor deficit in N171-Q82 mice is detectable at 10--11 weeks of age ([@bib25]). Beginning at 11 weeks of age, AMD3100 or vehicle control was administered daily to HD mice until the end of their life. When tested at 13.5 weeks of age, the N171-Q82 mice received AMD3100 showed significantly improved motor function as indicated by the extended time on rotarod ([Figure 6D](#fig6){ref-type="fig"}). The N171-Q82 mice received AMD3100 daily survived significantly longer than that of control group (119 ± 3.82 days vs 104 ± 4.63 days. p \< 0.05) ([Figure 6E](#fig6){ref-type="fig"}).

We characterized the accumulation of expanded polyglutamine in vehicle and AMD3100 treated N171-Q82 mice by western blotting and immunostaining. We found that the levels of expanded polyglutamine in brain tissues of N171-82Q mice at the age of 15 weeks were dramatically reduced compared to that of vehicle-treated mice as shown by western blotting ([Figure 6F](#fig6){ref-type="fig"}). Furthermore, the accumulation of expanded polyglutamine in the cortex, striatum, and hippocampus was significantly reduced after the treatment of AMD3100 as shown by immunostaining ([Figure 6G](#fig6){ref-type="fig"} and [Figure 6---figure supplement 1E](#fig6s1){ref-type="fig"}).

Taken together, we conclude that the activation of autophagy by inhibiting GPCR signaling can promote the degradation of expanded polyQ and preserve neuronal functions by inhibiting Atg14L degradation through ZBTB16-mediated ubiquitination and proteasomal degradation ([Figure 6H](#fig6){ref-type="fig"}).

Discussion {#s3}
==========

Our study reveals a novel mechanism by which GPCRs and the associated intracellular signaling mediators regulate autophagy by controlling the ubiquitination and proteasomal degradation of Atg14L mediated by ZBTB16-CUL3-ROC1. Our study provides a mechanism of crosstalk between autophagy and proteasome, two major intracellular degradative machineries. Since GPCRs represent the largest family of membrane-bound receptors that can interact with a broad range of ligands, including small organic compounds, eicosanioids, peptides, and proteins ([@bib16]), our results suggest that autophagy can be regulated by a much wider range of extracellular signals and conditions beyond starvation condition than currently appreciated. Furthermore, we demonstrate as a proof-of-principle that suppression of GPCR signaling by AMD3100 can activate autophagy to reduce the accumulation of expanded polyglutamine repeats, extend survival, and ameliorate neurodysfunction in a mouse model of Huntington\'s disease. Since our study suggests that ZBTB16-regulated Atg14L ubiquitination and degradation is a common downstream mechanism modulated by GPCR signaling in control of autophagy, our study suggests the possibility to explore regulators of additional GPCRs to manipulate autophagy in the CNS. Since GPCRs represent the most common 'druggable' targets, our results demonstrate a potentially wide range of possible targets for safely modulating the levels of autophagy through pharmacological manipulations of GPCR signaling. Our data, however, do not rule out that GPCRs might regulate additional pathways in control of autophagy; nor do we exclude the possibility that ZBTB16 has substrates, in addition to Atg14L, in regulating autophagy.

The phosphorylation of targeting substrates often serves as a signal and prelude for binding, ubiquitination, and proteasomal degradation mediated by Cullin-RING ligase complexes ([@bib24]). In this case, we found that phosphorylation of S184/T282 in the center domain of ZBTB16 by GSK3β may provide a signal to disrupt the inhibitory folding and thereby activate its auto-ubiquitination activity. On the other hand, the phosphorylation of S184/T282, which is in the domains of ZBTB16 involved in binding to Atg14L, inhibits its interaction with Atg14L and therefore, reduces the ubiquitination and degradation of Atg14L. Since the interaction of ZBTB16 and Atg14L is mediated by the binding to the BATS domain, a lipid-binding domain that binds to highly curved autophagosome structures enriched with PI3P ([@bib21]; [@bib5]). Consequently, the interaction of ZBTB16 with Atg14L is potentially competitive with the role of Atg14L in promoting the formation of autophagosomes, consistent with its negative role in regulating autophagy. Thus, the degradation of ZBTB16 upon inhibition of GPCR signaling may not only release Atg14L from proteasomal degradation but also provide a permissive signal to allow the binding of the BATS domain with PI3P, an important event during the formation of autophagosomes.

Materials and methods {#s4}
=====================

Chemicals and cytokines {#s4-1}
-----------------------

From Sigma Aldrich: LY294002, MG132, E64d, SB216763, Forskolin, LPA, endothelin 1, AMD3100, U0126, BSA, Rapamycin, cycloheximide. From Gibco: Pertussis Toxin. Recombinant proteins from Boston Biochem: Ubiquitin Activating Enzyme (UBE1, cat. E-305), UbcH5c (cat.E2-627), Ubiquitin (cat.U-100H). From ProSpec: human SDF1.

Cell culture {#s4-2}
------------

HEK293T, HeLa, human neuroglioma, H4 cells were cultured in Dulbecco\'s modified eagle medium (DMEM) supplemented with 10% FBS and 1% penicillin-streptomycin (Gibco-BRL). For serum starvation, cells were incubated in DMEM without FBS.

Transfection {#s4-3}
------------

Cells were transfected with plasmid DNA using PolyJet DNA In Vitro Transfection Reagent (Signagen Laboratories, Rockville, MD). siRNA transient transfections were performed using Lipofectamine 2000 (Invitrogen).

Antibodies {#s4-4}
----------

Anti-ATG14L (MBL, PD026,Lot.003), anti-ZBTB16 (ab39354, abcam), anti-Beclin1 (sc-H-300, Santa Cruz), anti-Vps34 (12452-1-AP, PTG), anti LC3B (L7543, Sigma), anti-P62 (PM045, MBL), anti-P-GSK3β (ser9) (\#9323, CST), anti-GSK3β (\#9832S, CST), anti-p44/42 MAPK kinase (\#9102, CST), anti-p-p44/42 MAPK (T202/Y204) (\#9101S, CST), anti-pAKT (S473) (\#4060S, CST), anti-AKT (sc-H136, Santa Cruz), anti-Tubulin (PM054, MBL), anti-Myc (M4439, Sigma), anti-Flag M2 (F1804, Sigma), anti-Cullin3 (ab75851, abcam), anti-Xpress (R910-25, Invitrogen), anti-phosphoserine (44911M, Invitrogen), anti-p-Threonine-proline (\#9391S, CST), Gαq/11 antibody (C-19) (sc-392, Santa Cruz), Gαs antibody (A-16) (sc-26766, Santa Cruz), anti-Gα13 (sc-410, Santa Cruz), anti-Ubiquitin (Z0458, Dako), mouse EM48 (MAB5374, Millipore).

Immunoprecipitation {#s4-5}
-------------------

Cells were lysed with NP-40 buffer (10 mM Tris-HCl, pH 7.5, 150 mM NaCl, 0.5% NP-40, protease inhibitors cocktail \[Sigma\], 5% glycerol, 10 mM NaF, 1 mM PMSF), or Buffer II (1 mM EDTA, 0.1% NP-40, 10 mM Tris-HCl pH 7.5). Whole cell lysates obtained by centrifugation were incubated with 5 mg of antibody and protein G agarose beads (Invitrogen) overnight at 4°C. The immunocomplexes were then washed with NP-40 buffer for 3 times and separated by SDS-PAGE for further western blotting assay. Ubiquitination detection was conducted on fully denatured proteins. The cells were lysed with a 1% SDS lysis buffer and boiled for 15 min. Denatured lysates were then diluted with 0.5% NP-40 lysis buffer and immunoprecipitated with appropriate antibody.

In vitro ubiquitination assay {#s4-6}
-----------------------------

Myc-Cullin3, FLAG-ZBTB16, HA-ROC1, Myc-ATG14 proteins were immunopurified from 293T cells transfected with the expression vectors encoding above proteins individually. The eluted proteins were incubated with recombinant E1 (60 ng), E2-Ubc5c (300 ng), and ubiquitin (1 μg) in an in vitro ubiquitin ligation reaction containing 50 mM Tris-HCl pH 7.4, 5 mM MgCl~2~, 10 nM okadaic acid, 2 mM ATP, 0.6 mM Dithiothreitol (DTT), 1 μg ubiquitin (final volume 30 μl). The reactions were incubated at 37°C for 60 min, terminated by boiling for 5 min in SDS sample buffer.

In vitro GSK3 kinase assay {#s4-7}
--------------------------

In vitro kinase reactions were performed using Flag-ZBTB16 proteins immunoprecipitated from HEK293T cells as substrates in kinase reaction buffer (NEB), 200 mM ATP, and 500 units of GSK3 enzyme (NEB p6040S) at 30°C for 1 hr. Reactions were terminated by addition of SDS sample buffer.

Cytoplasmic and nuclear proteins fractionation {#s4-8}
----------------------------------------------

HeLa cells were washed with Phosphate Buffered Saline (PBS) in 4°C and incubated with Buffer A (HEPES \[pH 7.9\], 20 mM; 10 mM KCl, 1 mM EDTA, 0.5 mM PMSF, 1× protease inhibitor cocktail; 1 mM DTT, 5 mM NaF, 0.1 mM Na~3~VO~4~, 10% Glycerol) at 4°C for 10 min. The cell lysates were collected into cold 1.5-ml EP tube, and NP-40 was added to the final concentration of 0.5%. After a brief vortexing and incubation in ice (1 min), the lysates were centrifuged at 12,500 rpm for 3 min. The supernatant was collected as the cytoplasmic fraction. 50 ml Buffer B (HEPES \[pH 7.9\], 20 mM; 10 mM KCl, 1 mM EDTA, 0.5 mM PMSF, 1× protease inhibitor cocktail, 1 mM DTT, 5 mM NaF, 0.1 mM Na3 VO4, 420 mM NaCl, 10% Glycerol) was added into to the sediment. The mixture was mixed by vortex and incubated on ice for 40 min before centrifuged at 12,500 rpm for 3 min. The supernatant was collected as the nuclear fraction.

RT-PCR and site-directed mutagenesis {#s4-9}
------------------------------------

Total RNA was prepared using RNeasy mini kit (QIAGEN). RNA (1.25 mg) was used for cDNA synthesis using SuperScript First-Strand Synthesis System for Reverse transcription polymerase chain reaction (RT-PCR) (Invitrogen) with oligo dT primers. Mutagenesis was performed using Quik-Change mutagenesis kit (Stratagene). cDNAs for ZBTB16, ATG14L, and their deletion mutants were cloned into pcDNA3.1 using ClonExpressTM II cloning kit (Vazyme biotech). The specific primers were: Vps34, 5′-GAACTTATCCCGTTGCCTTTA-3′ (forward), and 5′-CATGACCTCAGCACTAATCCC-3′ (reverse). Beclin1, 5′-CCGCAAGATAGTGGCAGAAA-3′ (forward), and GCGACCCAGCCTGAAGTTAT-3′ (reverse). Atg14L, 5′-GCTGGTCAACATTCTGTCTCA-3′ (forward), and 5′-CTCCTCAAGGTCTGCTCGTAC-3′ (reverse). Actin, 5′-AGCGAGCATCCCCCAAAGTT-3′ (forward), and 5′-GGGCACGAAGGCTCATCATT-3′ (reverse).

RNA interference {#s4-10}
----------------

The sequences of siRNA Oligos used: 5′ to 3′:Non-target:UUCUCCGAACGUGUCACGUZBTB16 \#1GGGUCGAGCUUCCUGAUAAZBTB16 \#2CUAGGGAGCUACACUAUGGZBTB16 \#3AGAAGCAUCUGGGCAUCUAGNAS\#1GCUUGCUUAGAUGUUCCAAAUGNAS\#2GCCAAGUACUUCAUUCGAGAUGNAQGACACCGAGAAUAUCCGCUUUGNA11\#1GCUCAAGAUCCUCUACAAGUAGNA11\#2GCUCAACCUCAAGGAGUACAAGNA12:CGUCAACAACAAGCUCUUCUUGNA13:GCUCGAGAGAAGCUUCAUAUUGSK3 β\#1CCCAAAUGUCAAACUACCAGSK3 β\#2AGUUGGUAGAAAUAAUCAAGSK3 β\#3GCUAGAUCACUGUAACAUAAtg14L\#1CCGGGAGAGGUUUAUCGACAAGAAtg14L\#2AUCUUCGACGAUCCCAUAUAUUACUL3\#1GUCGUAGACAGAGGCGCAACUL3\#2GAAGGAAUGUUUAGGGAUA

Animals {#s4-11}
-------

N171-82Q mice (B6C3F1/J-Tg(HD82Gln)81Dbo/J, Jackson Laboratory, Bar Harbour, ME) were maintained in the animal facility in accordance with the institutional guidelines.

AMD3100 {#s4-12}
-------

Mice received daily intraperitoneal injection of AMD3100 (10 mg/kg of body weight) or saline only. Mice were sacrificed rapidly by cervical dislocation, and the brains were harvested and immediately frozen in liquid nitrogen. Samples were stored at −80°C until use. Frozen tissues were pulverized in liquid nitrogen. All of the subsequent steps were performed at 4°C. Powdered tissue samples were homogenized in 10 vol (wt/vol) of buffer containing 50 mM Tris-HCl pH 7.6, 10 mM EDTA, 100 mM NaF, Protease inhibitor cocktail 1 mM PMSF, 1 mM Na3VO4, 20 mM beta-glycerophosphate, 1 mM sodium pyrophosphate. The samples were then used for western blotting analysis.

Behavioral analysis {#s4-13}
-------------------

Mice were trained on rotarod for 10 min each day for 3 days before examination. For testing, the speed of the rod was set to 5 rpm and increased by 0.5 rpm/s. Mice received 3 trials daily over 4 consecutive days. Mice were allowed to rest for 20 min between trials. Data from each group were averaged and charted using SPSS software.

Immunohistochemistry {#s4-14}
--------------------

Mice were anaesthetized with 5% chloral hydrate and perfused intracardially with phosphate-buffered saline (PBS, pH 7.2) followed by 4% paraformaldehyde in PBS at pH 7.2. Brains were removed, cryoprotected in 30% sucrose at 4°C for 3 days, and then sectioned at 10 μm using a cryostat (Leica) at −20°C. The slices were examined by immunofluorescent staining with rabbit EM48 and secondary antibodies conjugated with FITC (Jackson ImmunoResearch Laboratories) or Alexa Fluor 555 (Invitrogen).

Statistical analysis {#s4-15}
--------------------

Statistical analysis was performed on biological repeats of three independent sets of experiments using ImageJ. The protein levels are determined as a ratio between protein of interest and tubulin. Results were analyzed for statistical significance using two-tailed, unpaired Student\'s t-test and are expressed as mean ± SD for western blots and mean ± sem for microscopic images. p \< 0.05 (\*); p \< 0.01 (\*\*); p \< 0.001 (\*\*\*). ns, no significance.
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eLife posts the editorial decision letter and author response on a selection of the published articles (subject to the approval of the authors). An edited version of the letter sent to the authors after peer review is shown, indicating the substantive concerns or comments; minor concerns are not usually shown. Reviewers have the opportunity to discuss the decision before the letter is sent (see [review process](http://elifesciences.org/review-process)). Similarly, the author response typically shows only responses to the major concerns raised by the reviewers.

Thank you for sending your work entitled "GPCRs Regulate Autophagy by ZBTB16-mediated Ubiquitination and Proteasomal Degradation of Atg14L" for consideration at *eLife*. Your article has been favorably evaluated by Vivek Malhotra (Senior editor) and 3 reviewers, one of whom is a member of our Board of Reviewing Editors.

The following individuals responsible for the peer review of your submission have agreed to reveal their identity: Noboru Mizushima (Reviewing editor) and Zhenyu Yue (one of the other two peer reviewers).

The Reviewing editor and the other reviewers discussed their comments before we reached this decision, and the Reviewing editor has assembled the following comments to help you prepare a revised submission.

The authors previously identified ZBTB16 as one of the autophagy-suppressing genes in a genome-wide siRNA screen ([@bib18] Dev. Cell). Zhang et al. show in the present manuscript that the ZBTB16-Cullin3-Roc1 E3 ubiquitin ligase complex induces proteasomal degradation of ATG14L under normal growing conditions. The activity of this E3 complex is inhibited when ZBTB16 is phosphorylated by GSK3b under starvation conditions. Furthermore, the authors show that the GPCR-cAMP pathway negatively regulates the GSK3b, and thereby promotes degradation of ATG14L. Finally, they demonstrate that AMD3100, a GPCR antagonist, increases the level of ATG14L and autophagic flux, and has a therapeutic effect in a Huntington disease mouse model.

Overall, this well-designed, interesting study reveals the novel regulation mechanisms of starvation-induced autophagy and provides an important therapeutic potential of autophagy-regulating drugs. The following points, however, need to be addressed to support and strengthen the overall proposal.

Major comments:

1\) While it appears to be clear that the Akt-GSK3b-ZBTB16-ATG14L pathway play a role in starvation-induced autophagy, how much this pathway contributes to the overall autophagy regulation is not very clear. In particular, Akt can also regulate autophagy through inhibition of mTORC1, another important regulator of autophagy, and the major signaling pathway is this unclear. Can inhibition of mTORC1 (e.g. by torin 1) induce autophagy in cells expressing ZBTB16S184A/T282A? Do the levels of ATG14L and ZBTB16 change only by serum starvation, but not by amino acid starvation, which is another potent autophagy-inducible condition? If so, upregulation of ATG14L by ZBTB16 suppression is not critically important for starvation-induced autophagy.

2\) It is not shown in this manuscript whether overexpression of ATG14L is sufficient for the increase in autophagic flux. This is a critical point that should be addressed experimentally. Furthermore, it was already suggested that overexpression of Atg14L can induce autophagy even in nutrient-rich conditions ([@bib21] J. Cell Biol., [@bib5] PNAS). The authors should cite and discuss these previous findings.

3\) Although the authors show that serum starvation for as short as 30 min induces ZBTB16 reduction and Atg14L accumulation ([Figure 3A](#fig3){ref-type="fig"}), they determined the induction of autophagy by serum starvation at 24 h ([Figure 3D](#fig3){ref-type="fig"}). To be consistent, the authors should monitor the LC3 conversion at earlier time points. If autophagy is not induced at earlier time points even though Atg14L accumulation occurs quickly, the authors should clearly mention the fact. The current manuscript may give an impression that Atg14L accumulation quickly induces autophagy and thus may be misleading.

Minor comments:

1\) The authors should be careful by not over-interpreting the results. They should include the discussion about the possibility that GPCR-GSK3beta-ZBTB16-Atg14L axis, though important, may represent an over-simplified pathway of autophagy regulation, as GPCR-GSK3beta regulates a variety of pathways and ZBTB16 has many other substrates beyond Atg14L. The observed change in the Atg14L levels alone may not be sufficient to drive alteration of autophagy in particular in the context of AMD3100.

2\) It would be helpful for readers if the authors could include a summary model showing how serum starvation or inhibition of GPCRs induces autophagy through stabilization of ATG14L because many factors and negative regulations are involved in the authors\' model.

3\) As ZBTB16 knockout mice are viable, it would be informative to provide or discuss any phenotypes of these mice that can be explained by a defect in autophagy.

10.7554/eLife.06734.017

Author response

*1) While it appears to be clear that the Akt-GSK3b-ZBTB16-ATG14L pathway play a role in starvation-induced autophagy, how much this pathway contributes to the overall autophagy regulation is not very clear. In particular, Akt can also regulate autophagy through inhibition of mTORC1, another important regulator of autophagy, and the major signaling pathway is this unclear. Can inhibition of mTORC1 (e.g. by torin 1) induce autophagy in cells expressing ZBTB16S184A/T282A? Do the levels of ATG14L and ZBTB16 change only by serum starvation, but not by amino acid starvation, which is another potent autophagy-inducible condition? If so, upregulation of ATG14L by ZBTB16 suppression is not critically important for starvation-induced autophagy*.

As suggested by the reviewers we have done the assays below, and found that inhibition of mTORC1 by Torin1 could still induce autophagy in HeLa cells expressing ZBTB16 S184A/T282A ([Author response image 1A](#fig7){ref-type="fig"}), and furthermore, amino acid starvation inducing autophagy did not change the levels of ATG14L or ZBTB16 ([Author response image 1B](#fig7){ref-type="fig"}). [Author response image 1A](#fig7){ref-type="fig"} and B has been incorporated as [Figure3--figure supplement 2F](#fig3s2){ref-type="fig"} and [Figure3--figure supplement 1G](#fig3s1){ref-type="fig"}, respectively. Thus, we conclude that a subset of GPCRs can suppress autophagy by ZBTB16-mediated ubiquitination and proteasomal degradation independent of mTORC1 or nutritional status.10.7554/eLife.06734.018Author response image 1.A. HeLa cells were transfected with expression vectors of Flag-ZBTB16S184A/T282A and cultured for 24h. Before harvesting the sample, the cells were treated with mTOR inhibitor Torin1(500nM) in nutrient-rich conditions for the indicated periods of time. The cell lysates were analyzed by western blotting with indicated antibodies. B. HeLa cells were cultured in the medium with or without amino acids for the indicated periods of time. The cell lysates were analyzed by western blotting with indicated antibodies.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.018](10.7554/eLife.06734.018)

*2) It is not shown in this manuscript whether overexpression of ATG14L is sufficient for the increase in autophagic flux. This is a critical point that should be addressed experimentally. Furthermore, it was already suggested that overexpression of Atg14L can induce autophagy even in nutrient-rich conditions (*[@bib21] *J. Cell Biol.,* [@bib5] *PNAS). The authors should cite and discuss these previous findings*.

We thank this reviewer for pointing out this key fact that overexpression of Atg14L is sufficient to induce autophagy under normal nutritional condition. We have done a flux experiment and found that overexpression of ATG14L is indeed sufficient for the increase in autophagic flux ([Author response image 2](#fig8){ref-type="fig"}).

We have specifically cited these two references in this sentence: "Overexpression of Atg14L has been shown to induce autophagy under normal nutritional conditions ([@bib5]; [@bib21])."10.7554/eLife.06734.019Author response image 2.HeLa cells were transfected with expression vectors of Myc-Atg14 and cultured for 24h. Before harvesting the sample, the cells were treated with or without 10 µM CQ for 4h. The cell lysates were analyzed by western blotting with indicated antibodies.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.019](10.7554/eLife.06734.019)

*3) Although the authors show that serum starvation for as short as 30 min induces ZBTB16 reduction and Atg14L accumulation (*[*Figure 3A*](#fig3){ref-type="fig"}*), they determined the induction of autophagy by serum starvation at 24 h (*[*Figure 3D*](#fig3){ref-type="fig"}*). To be consistent, the authors should monitor the LC3 conversion at earlier time points. If autophagy is not induced at earlier time points even though Atg14L accumulation occurs quickly, the authors should clearly mention the fact. The current manuscript may give an impression that Atg14L accumulation quickly induces autophagy and thus may be misleading*.

As suggested by the reviewers, we monitored LC3II level in a time course experiment, and found that LC3II level was increased after serum withdrawal at early time points as well ([Author response image 3](#fig9){ref-type="fig"}). This figure now replaced the original [Figure 3A](#fig3){ref-type="fig"}.10.7554/eLife.06734.020Author response image 3.HeLa cells were cultured in serum-free condition for indicated periods of time and then the cell lysates were harvested and analyzed by western blotting using indicated antibodies.**DOI:** [http://dx.doi.org/10.7554/eLife.06734.020](10.7554/eLife.06734.020)

Minor comments:

1\) The authors should be careful by not over-interpreting the results. They should include the discussion about the possibility that GPCR-GSK3beta-ZBTB16-Atg14L axis, though important, may represent an over-simplified pathway of autophagy regulation, as GPCR-GSK3beta regulates a variety of pathways and ZBTB16 has many other substrates beyond Atg14L. The observed change in the Atg14L levels alone may not be sufficient to drive alteration of autophagy in particular in the context of AMD3100.

We have added one sentence at the end of first paragraph of the Discussion: "Our data, however, do not rule out that GPCRs might regulate additional pathways in control of autophagy, nor do we exclude the possibility that ZBTB16 has substrates, in additional to Atg14L, in regulating autophagy".

*2) It would be helpful for readers if the authors could include a summary model showing how serum starvation or inhibition of GPCRs induces autophagy through stabilization of ATG14L because many factors and negative regulations are involved in the authors\' model*.

Our model is now shown in [Figure 6H](#fig6){ref-type="fig"}.

*3) As ZBTB16 knockout mice are viable, it would be informative to provide or discuss any phenotypes of these mice that can be explained by a defect in autophagy*.

Male ZTBT16-/- mice are sterile whereas female ZTBT16-/- mice are fertile, suggesting the spermatogenesis is defective without ZBTB16. Autophagy is known to be involved in the process of spermatogenesis. E.g. autophagy has been reported to be involved in paternal mitochondrial destruction during spermatogenesis of Drosophila (Politi et al., 2014). Deletion of Atg7 blocks spermatogenesis at late stage (Wang et al., 2014). Thus, it is possible that the male sterility of ZBTB16 is due to over-activation of autophagy. However, since the male sterility of ZBTB16-/- mice has not been characterized, it is difficult to suggest anything even in the Discussion at this stage.
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